INTRODUCTION
Now a day's Biological data is proliferating rapidly. With the advent of the World Wide Web and fast Internet connections, the data contained in these databases and a great many special-purpose programs can be accessed quickly, easily, and cheaply from any location in the world. As a consequence, computer-based tools now play an increasingly critical role in the advancement of biological research. Bioinformatics, a rapidly evolving discipline, is the application of computational tools and techniques to the management and analysis of biological data. Finally shows the enabling creation and analysis of group of sequences, large data sequences and adding new modules for visual representation of input data and output results on the Microsoft windows platform Bioinformatics is the field of science in which biology, computer science, and information technology merge to form a single discipline. It was Paulien Hogeweg who invented the term Bioinformatics in 1979 to study the processes of information technology into biological systems. The science of bioinformatics actually develops algorithms and biological software of computer to analyze and record the data related to biology for example the data of genes, proteins, drug ingredients and metabolic pathways. The term bioinformatics is relatively new, and as defined here, it encroaches on such terms as "computational biology" and others. The use of computers in biology research predates the term bioinformatics by many years. As biological data is always in raw form and there is a need of certain storage house in which the data can be stored, organized and manipulated. Biological software and databases provide the scientists this opportunity so that the data can be extracted from these database easily and can be used by the scientists.
Of course, biology is an old science, but many of the most interesting directions in biological research are based on recent techniques and ideas. The modern science of genetics, which has earned a prominent place in modern biology, is just about 100 years old, dating from the widespread acknowledgement of Mendel's work. The elucidation of the structure of deoxyribonucleic acid (DNA) and the first protein structure are about 50 years old, and the polymerase chain reaction (PCR) technique of cloning DNA is almost 20 years old. The last decade saw the launching and completion of the Human Genome Project that revealed the totality of human genes and much more. Today, we're in a golden age of biological research.
II. The Organization Of Dna
The study employed the ex post facto and descriptive comparative strategies, the data were collected using a researcher devised questionnaires with items on educational services. A minimum sample size of 775 respondents was determined using the Sloven's formula. A purposive sampling was utilized to select the respondents of the study. This involved finding any CBS in a lecture room, computer laboratory, resting place at a university campus and requesting them to participate in the study. The request involved self-introduction and soliciting students' cooperation by explaining the objective of the study. Any CBS who accepted was selected to fill in the questionnaire. Cronbach's alpha coefficient test revealed that the questionnaire was reliable at (a = 0.947). The data were analyzed using summary statistics, such as means and ranks, while the null hypothesis was tested using t-test and analysis of variance (ANOVA).
DNA is a polymer composed of four molecules, usually called bases or nucleotides. Their names and one-letter abbreviations are adenine (A), cytosine (C), guanine (G), and thymine (T) .The bases joined end to end to form a single strand of DNA. In the cell, DNA usually appears in a double-stranded form, with two strands wrapped around each other in the famous double helix shape. The two strands of the double helix have matching bases, known as the base pairs. An A on one strand is always opposite a T. on the other strand, and a G is always paired with a C.
There is also an orientation to the strands. One end of a nucleotide is called the 5' (five prime) end, and the other is called the 3' (three prime) end. When nucleotides join to make a single strand of DNA, they always connect the 5' end of one to the 3' end of the other. Furthermore, when the cell uses the DNA, as in translating it to RNA, it does so base by base from the 5' to the 3' direction. So, when DNA is written, it's done so left to right on the page, corresponding to the 5' to 3' orientation of the bases. An encoded gene can appear on either strand, so it's important to look at both strands when searching or analyzing DNA. When two strands are joined in a double helix, the two strands have opposite orientations. That is, the 5' to 3' orientation of one strand runs in an opposite direction as the 5' to 3' orientation of the other strand. So at each end of the double helix, one strand has a 3' end; the other has a 5' end. Because the base pairs are always matched A-T and C-G. 
III. Sequence Analysis
The global youth population defines young people between 15 and 24 years of age but National Youth Policy of Pakistan-2006 defines youth as all Pakistani males and females between the ages within the range of 15-29. Youth is defined as "Period of transformation from family dependent childhood to independent adulthood and integration in the society as a useful citizen". Ferrous desires, ingenuity and perseverance are the characteristics of this age. It is also under the dominant pressure of aloofness, unpredictability and terror. As young men are influenced by various factors, they need social economic and practical co-operation. Making general policies or programs for young people aged 15-29 does not take into account the distinctive needs, experience, and attitudes defined by the younger age cohort (Adolescents aged 15-19) compared to elder age cohort (youth 20-24) and older age cohort (Adult youth 25-29). Table 1 reveals that almost half (49.5%) of the respondents were in the age group of 15-19 years or in other words they were adolescent, 32.5% respondents were in the age group of 20-24 years, while 18.0% respondents were in the age group of 25-29 years. The mean age of the respondents was 23.84 years with standard deviation 3.66 years.
Illumina have introduce sequencing systems contribution even higher throughput than the systems provided by 454, generates billions of bases in a single run. This novel method all rely on analogous, cyclic examination of sequences from spatially separated clonal amplicons. Although with shorter read lengths and a slower sequence extraction from individual features as compared to the Sanger method, the parallelized process offers a much higher total throughput and reduces cost significantly by generating thousands of bases per second.
. 
IV. Conclusions
This study showed that knowledge factor influence the use of nursing process more than other variables .One of the biggest problems currently facing the nursing profession is that of implementing the nursing process as lamented by Milne (1985) which the reporter believed that it can be influenced by the variables such as knowledge, profession, attitude, institution. Institutional factor ranks the second highest predictive value in the use of nursing process but currently, many institutions do not use nursing process for the care of their clients. for the negative attitude of nurses which is the least ranked in the use of nursing process.The illumina is used in next generation sequence technology. 
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